. Bioinformatic analysis of CLUH. (A) Schematic representation of the human CLUH protein and its main domains, as annotated in Pfam. (B) Protein alignment of the Clu domain in different organisms. D.m, Drosophila melanogaster; C.e, Caenorhabditis elegans; S.c, Saccharomyces cerevisiae. Identical residues are highlighted in black, whereas residues with the same features are highlighted in gray. (C) List of the first 100 genes coregulated with mouse Cluh. Highlighted in yellow are genes encoding mitochondrial proteins, and in light blue are genes encoding proteins involved in ribosome biogenesis and translation. 
5-TGTAGACCATGTAGTTGAGGTCA-3 Table S3 shows transcripts enriched with FC > 5 and P < 0.01 in CLUH-RIP versus IgG-RIP experiments and is provided online as an Excel (Microsoft) file. Table S4 shows transcripts enriched with FC > 5 and P < 0.01 in CLUH-RIP versus HeLa input mRNA and is provide online as an Excel file. Table S5 displays a comparison between the two types of analysis and is provide online as an Excel file.
